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<212> DNA 
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<220> 

<223> Description of Artificial Sequence: primer 
<220> 

<221> gene 

<222> (1) . . (2808) 

<223> nucleic acid sequence encoding human DG008 protein 
<400> 1 

cggcatgaga ggccagcctg ccagggaaat ccaggaatct gcaacaaaaa cgatgacagt 60 
ctgaaatact ctctggtgcc aacctccaaa ttctcgtctg tcacttcaga cccccactag 120 
ttgacagagc agcagaatat caactccagt agacttgaat gtgcctctgg gcaaagaagc 180 
agagctaacg aggaaaggga tttaaagagt ttttcttggg tgtttgtcaa acttttattc 240 
cctgtctgtg tgcagagggg attcaacttc aattttctgc agtggctctg ggtccagccc 300 
cttacttaaa gatctggaaa gcatgaagac tgggcctttt ttcctatgtc tcttgggaac 360 
tgcagctgca atcccgacaa atgcaagatt attatctgat cattccaaac caactgctga 420 
aacggtagca cctgacaaca ctgcaatccc cagtttatgg gctgaagctg aagaaaatga 480 
aaaagaaaca gcagtatcca cagaagacga ttcccaccat aaggctgaaa aatcatcagt 540 
actaaagtca aaagaggaaa gccatgaaca gtcagcagaa cagggcaaga gttctagcca 600 
agagctggga ttgaaggatc aagaggacag tgatggtcac ttaagtgtga atttggagta 660 
tgcaccaact gaaggtacat tggacataaa agaagatatg attgagcctc aggagaaaaa 720 
actctcagag aacactgatt ttttggctcc tggtgttagt tccttcacag attctaacca 780 
acaagaaagt atcacaaaga gagaggaaaa ccaagaacaa cctagaaatt attcacatca 840 
tcagttgaac aggagcagta aacatagcca aggcctaagg gatcaaggaa accaagagca 900 
ggatccaaat atttccaatg gagaagagga agaagaaaaa gagccaggtg aagttggtac 960 
ccacaatgat aaccaagaaa gaaagacaga attgcccagg gagcatgcta acagcaagca 1020 
ggaggaagac aatacccaat ctgatgatat tttggaagag tctgatcaac caactcaagt 1080 



aagcaagatg caggaggatg aatttgatca gggtaaccaa gaacaagaag ataactccaa 114 0 

tgcagaaatg gaagaggaaa atgcatcgaa cgtcaataag cacattcaag aaactgaatg 1200 

gcagagtcaa gagggtaaaa ctggcctaga agctatcagc aaccacaaag agacagaaga 1260 

aaagactgtt tctgaggctc tgctcatgga acctactgat gatggtaata ccacgcccag 1320 

aaatcatgga gttgatgatg atggcgatga tgatggcgat gatggcggca ctgatggccc 1380 

caggcacagt gcaagtgatg actacttcat cccaagccag gcctttctgg aggccgagag 1440 

agctcaatcc attgcctatc acctcaaaat tgaggagcaa agagaaaaag tacatgaaaa 1500 

tgaaaatata ggtaccactg agcctggaga gcaccaagag gccaagaaag cagagaactc 1560 

atcaaatgag gaggaaacgt caagtgaagg caacatgagg gtgcatgctg tggattcttg 1620 

catgagcttc cagtgtaaaa gaggccacat ctgtaaggca gaccaacagg gaaaacctca 1680 

ctgtgtctgc caggatccag tgacttgtcc tccaacaaaa ccccttgatc aagtttgtgg 1740 

cactgacaat cagacctatg ctagttcctg tcatctattc gctactaaat gcagactgga 1800 

ggggaccaaa aaggggcatc aactccagct ggattatttt ggagcctgca aatctattcc 18 60 

tacttgtacg gactttgaag tgattcagtt tcctctacgg atgagagact ggctcaagaa 1920 

tatcctcatg cagctttatg aagccaactc tgaacatgct ggttatctaa atgagaagca 1980 

gagaaataaa gtcaagaaaa tttacctgga tgaaaagagg cttttggctg gggaccatcc 2040 

cattgatctt ctcttaaggg actttaagaa aaactaccac atgtatgtgt atcctgtgca 2100 

ctggcagttt agtgaacttg accaacaccc tatggataga gtcttgacac attctgaact 2160 

tgctcctctg cgagcatctc tggtgcccat ggaacactgc ataacccgtt tctttgagga 2220 

gtgtgacccc aacaaggata agcacatcac cctgaaggag tggggccact gctttggaat 2280 

taaagaagag gacatagatg aaaatctctt gttttgaacg aagattttaa agaactcaac 2340 

tttccagcat cctcctctgt tctaaccact tcagaaatat atgcagctgt gatacttgta 2400 

gatttatatt tagcaaaatg ttagcatgta tgacaagaca atgagagtaa ttgcttgaca 2460 

acaacctatg caccaggtat ttaacattaa ctttggaaac aaaaatgtac aattaagtaa 2520 

agtcaacata tgcaaaatac tgtacattgt gaacagaagt ttaattcata gtaatttcac 2580 

tctctgcatt gacttatgag ataattaatg attaaactat taatgataaa aataatgcat 2640 

ttgtattgtt cataatatca tgtgcacttc aagaaaatgg aatgctactc ttttgtggtt 2700 

tacgtgtatt attttcaata tcttaatacc ctaataaaga gtccataaaa atccaaaaaa 2760 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaa 2808 



<210> 2 
<211> 664 
<212> PRT 
<213> human 

<220> 

<223> amino acid sequence of human DG008 protein 
<400> 2 

Met Lys Thr Gly Pro Phe Phe Leu Cys Leu Leu Gly Thr Ala Ala Ala 
15 10 15 

lie Pro Thr Asn Ala Arg Leu Leu Ser Asp His Ser Lys Pro Thr Ala 
20 25 30 

Glu Thr Val Ala Pro Asp Asn Thr Ala lie Pro Ser Leu Trp Ala Glu 
35 40 45 

Ala Glu Glu Asn Glu Lys Glu Thr Ala Val Ser Thr Glu Asp Asp Ser 
50 55 60 

His His Lys Ala Glu Lys Ser Ser Val Leu Lys Ser Lys Glu Glu Ser 
65 70 75 80 

His Glu Gin Ser Ala Glu Gin Gly Lys Ser Ser Ser Gin Glu Leu Gly 
85 90 95 



Leu Lys Asp Gin Glu Asp Ser Asp Gly His Leu Ser Val Asn Leu Glu 
100 105 110 



Tyr Ala Pro Thr Glu Gly Thr Leu Asp lie Lys Glu Asp Met lie Glu 
115 120 125 

Pro Gin Glu Lys Lys Leu Ser Glu Asn Thr Asp Phe Leu Ala Pro Gly 
130 ~ 135 140 

Val Ser Ser Phe Thr Asp Ser Asn Gin Gin Glu Ser lie Thr Lys Arg 
145 150 155 160 

Glu Glu Asn Gin Glu Gin Pro Arg Asn Tyr Ser His His Gin Leu Asn 
165 170 175 

Arg Ser Ser Lys His Ser Gin Gly Leu Arg Asp Gin Gly Asn Gin Glu 
180 185 190 

Gin Asp Pro Asn lie Ser Asn Gly Glu Glu Glu Glu Glu Lys Glu Pro 
195 200 205 

Gly Glu Val Gly Thr His Asn Asp Asn Gin Glu Arg Lys Thr Glu Leu 
210 215 220 

Pro Arg Glu His Ala Asn Ser Lys Gin Glu Glu Asp Asn Thr Gin Ser 
225 230 235 240 

Asp Asp lie Leu Glu Glu Ser Asp Gin Pro Thr Gin Val Ser Lys Met 
245 250 255 

Gin Glu Asp Glu Phe Asp Gin Gly Asn Gin Glu Gin Glu Asp Asn Ser 
260 265 270 

Asn Ala Glu Met Glu Glu Glu Asn Ala Ser Asn Val Asn Lys His lie 
275 280 285 

Gin Glu Thr Glu Trp Gin Ser Gin Glu Gly Lys Thr Gly Leu Glu Ala 
290 295 300 

lie Ser Asn His Lys Glu Thr Glu Glu Lys Thr Val Ser Glu Ala Leu 
305 310 315 320 

Leu Met Glu Pro Thr Asp Asp Gly Asn Thr Thr Pro Arg Asn His Gly 
325 330 335 

Val Asp Asp Asp Gly Asp Asp Asp Gly Asp Asp Gly Gly Thr Asp Gly 
340 345 350 

Pro Arg His Ser Ala Ser Asp Asp Tyr Phe lie Pro Ser Gin Ala Phe 
355 360 365 

Leu Glu Ala Glu Arg Ala Gin Ser lie Ala Tyr His Leu Lys lie Glu 
370 375 380 

Glu Gin Arg Glu Lys Val His Glu Asn Glu Asn lie Gly Thr Thr Glu 
385 ' 390 395 400 

Pro Gly Glu His Gin Glu Ala Lys Lys Ala Glu Asn Ser Ser Asn Glu 
4 05 " 410 415 

Glu Glu Thr Ser Ser Glu Gly Asn Met Arg Val His Ala Val Asp Ser 
420 425 ~ 430 



Cys Met Ser Phe Gin Cys Lys Arg Gly His lie Cys Lys Ala Asp Gin 



435 



440 



445 



Gin Gly Lys Pro His Cys Val Cys Gin Asp Pro Val Thr Cys Pro Pro 
450 455 ' 460 

Thr Lys Pro Leu Asp Gin Val Cys Gly Thr Asp Asn Gin Thr Tyr Ala 
465 470 475 480 

Ser Ser Cys His Leu Phe Ala Thr Lys Cys Arg Leu Glu Gly Thr Lys 
485 490 495 

Lys Gly His Gin Leu Gin Leu Asp Tyr Phe Gly Ala Cys Lys Ser lie 
500 505 510 

Pro Thr Cys Thr Asp Phe Glu Val lie Gin Phe Pro Leu Arg Met Arg 
515 520 525 

Asp Trp Leu Lys Asn lie Leu Met Gin Leu Tyr Glu Ala Asn Ser Glu 
530 ~ 535 ~ 54 0 

His Ala Gly Tyr Leu Asn Glu Lys Gin Arg Asn Lys Val Lys Lys lie 
545 550 555 560 

Tyr Leu Asp Glu Lys Arg Leu Leu Ala Gly Asp His Pro lie Asp Leu 
565 570 575 

Leu Leu Arg Asp Phe Lys Lys Asn Tyr His Met Tyr Val Tyr Pro Val 
580 585 590 

His Trp Gin Phe Ser Glu Leu Asp Gin His Pro Met Asp Arg Val Leu 
595 600 605 

Thr His Ser Glu Leu Ala Pro Leu Arg Ala Ser Leu Val Pro Met Glu 
610 615 620 

His Cys lie Thr Arg Phe Phe Glu Glu Cys Asp Pro Asn Lys Asp Lys 
625 *" 630 635 640 

His lie Thr Leu Lys Glu Trp Gly His Cys Phe Gly lie Lys Glu Glu 
645 650 655 



Asp lie Asp Glu Asn Leu Leu Phe 
660 



<210> 3 
<211> 2947 
<212> DNA 
<213> human 

<220> 

<221> gene 

<222> (1) . . (2947) 

<223> nucleic acid sequence encoding human DG065 protein 
<400> 3 

ctcccgccac ctccgccacc atgctgctcc cccagctctg ctggctgccg ctgctcgctg 60 
ggctgctccc gccggtgccc gctcagaagt tctcggcgct cacgtttttg agagtggatc 120 
aagataaaga caaggattgt agcttggact gtgcgggttc gccccagaaa cctctctgcg 180 
catctgacgg aaggaccttc ctttcccgtt gtgaatttca acgtgccaag tgcaaagatc 240 



cccagctaga 
ggaagtatac 
atgacgacgg 
tcacgcccaa 
cgggttccgt 
aaatcttttc 
aaggagatga 
gtcggcagaa 
ccctggagga 
gcggcctcta 
tggacacggg 
acacggccag 
gttgtccggg 
acatggtcca 
ccagccatac 
ccagcggaga 
caaagcccaa 
ccatctccgt 
acaccaagaa 
ggaaacaagg 
ctcaccaaag 
ttaaatgtaa 
aatggagagc 
ggaaatctgt 
cacatgttaa 
ctgcagtcac 
atgtccatgg 
gtttgtttct 
tacaatgaat 
aaataatatt 
cattttaagc 
ccgatggtgg 
atccttccaa 
ctggttttcc 
ggctaccgga 
acagccggat 
gtccccacgg 
gaaattcatc 
aacagaactg 
gggcacccag 
gtgattctat 
tgagacatgc 
gcttcttgct 
ctcaagtaca 
ttttatattt 
tgaaact 



gattgcatat 
ccaggagcaa 
cacctacagt 
cgggaggccc 
aaatgaaaag 
cgttctgaat 
agaagatatt 
caaaaccaat 
agccaagcag 
caagccagtg 
gcgccccatt 
ggcccaccca 
tgccaaaaag 
cgccgcctcc 
cctagaggag 
catcggcaaa 
aaaatgtgtg 
acaagaactg 
acgccacacc 
ataaatggct 
agcaattaag 
attcactttg 
tggcttcaga 
atgtggtgga 
cagtagagct 
ttccagatgc 
aagtttgtga 
tgggattttc 
cacgcaacca 
ttcaaactgt 
ttctgttttg 
gaggctgcct 
aatgtaaatc 
tcctacacat 
aggtaaaatc 
acgtggtgcc 
ttcctttctg 
cgagtggcac 
gtctgcgtgc 
tgtcttaagg 
ctcggctcag 
cttgtagaat 
tatttaaact 
tgccaatgtt 
ctgacctttg 



cgaggaaact 
gcccggaagg 
caggtccagt 
atcagcggca 
ttaccccaac 
tcagatgatg 
gcatcacgtt 
aagaattcag 
cccaagaacg 
cagtgccacc 
cccggcacat 
gccaaagccc 
catgagtttc 
gacccctcct 
cgggtggtgc 
aaggaaatca 
aagaagtttg 
atgggctgcc 
cccagaggtc 
cataccccga 
aaaacaaaaa 
tagaaatgag 
aaattaatca 
gaagtatttg 
ctatgcactc 
ctgtgcttac 
tgtacggccg 
ttttagtttg 
ctaaagctat 
cgttggtgtg 
agttttgccc 
aggaggcagt 
cagtcgcggt 
ggacattatt 
ttcacctgaa 
cccggggctg 
cttttctgaa 
tggcagagaa 
ataaccagct 
aaccatttgg 
acttttggtt 
gattttgtga 
gtgcaaggta 
gtttaagaaa 
aatttaatca 



gcaaagacgt 
agtttcagca 
gtcacagcta 
ctgccgtggc 
gcgaaggcac 
ccgcagctcc 
accctaccct 
tgtcatcctg 
acaatgtggt 
cctccacggg 
ccacaaggta 
gggacctgta 
tgaccagcgt 
cctcgtcagg 
actggtactt 
aacccttcaa 
ttgaatactg 
tgggcgtggc 
atgctgaaag 
aggcagttcc 
cagaaacaca 
ctatttaaac 
catacaatgt 
aatgcattta 
cggctgcaat 
agcattgtgg 
accctacagg 
tcttgttttg 
ccagttaagt 
atactttggc 
tggggcttga 
aaatccagtc 
gtgaccgagc 
ctcctgatcc 
ccaattatga 
gtgttggcag 
tgcatcaagg 
ggataggagt 
gccaccctca 
aggacagtct 
ggaaaaagat 
tgttgtgatg 
aaaatcaagc 
cagttatgat 
ttgttcttag 



gtccaggtgt 
agtgttcatt 
cacgggatac 
ccacaagacg 
aggaaaaaca 
agcgttggag 
ttggactgaa 
tgaccaagag 
gatccctgag 
gtactgctgg 
cgagcagccg 
caagggccgc 
tctggacgcg 
caggctctca 
caaactactg 
gaggttcctt 
tgacgtgaat 
gaaagaggac 
tacgtctaat 
tagacacatg 
tagtatttgc 
agactgtttt 
atgtgtcctc 
ggcttaattt 
cgtatggctt 
aatcatgttg 
cagttaacat 
ctttccagag 
gcaggtagtt 
tcaaaggatc 
atgagtccca 
acagtgcctg 
tggctaacag 
tcctacctgg 
gcagtctcct 
ccggggggag 
gtacgagaac 
ggaatgccca 
ggcctgggcc 
gagagcagga 
cttcatggcc 
cttgtggagc 
ctttggagcc 
cctaaacttt 
attaaaataa 



gtggccgaaa 
cctgagtgca 
tgctggtgcg 
ccccggtgcc 
gtctccttgc 
actcagcctc 
caggttaaaa 
caccagtctg 
tgtgcgcacg 
tgcgtcctgg 
aaatgtgaca 
cagctacaag 
ctgtccacgg 
gaacccgacc 
gataaaaact 
cgcaaaaaat 
aatgacaaat 
ggcaaagcgg 
agacagccaa 
ggaaatttcc 
actttgtact 
aatctgtgaa 
ttttgacctt 
cttcgccttc 
tctctaaccc 
gaagctccac 
gcatgggctg 
atcttgctca 
cccctggagg 
tttgcttttc 
gagagtcgtt 
ggaggggccc 
gcttgtctgc 
tccaccccag 
tactgaaggt 
gtgcctgagg 
ttgccaatgg 
cacagtgacc 
ccagagctca 
acttcaagct 
ccaaatcccc 
atcgcgtaag 
acagaaccag 
ttggataatc 
aatatgctat 



300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

2947 



<210> 4 
<211> 457 
<212> PRT 
<213> human 

<220> 

<223> amino acid sequence of human DG065 protein 
<400> 4 

Met Leu Leu Pro Gin Leu Cys Trp Leu Pro Leu Leu Ala Gly Leu Leu 
15 10 15 



Pro Pro Val Pro Ala Gin Lys Phe Ser Ala Leu Thr Phe Leu Arg Val 



20 



25 



30 



Asp Gin Asp Lys 
35 

Gin Lys Pro Leu 
50 

Glu Phe Gin Arg 
65 

Arg Gly Asn Cys 



Thr Gin Glu Gin 
100 

Cys Asn Asp Asp 
115 

Gly Tyr Cys Trp 
130 

Ala Val Ala His 
145 

Leu Pro Gin Arg 



Ser Val Leu Asn 
180 

Pro Gin Gly Asp 
195 

Thr Glu Gin Val 
210 

Ser Ser Cys Asp 
225 

Pro Lys Asn Asp 



Tyr Lys Pro Val 
260 

Leu Val Asp Thr 
275 

Gin Pro Lys Cys 
290 

Asp Leu Tyr Lys 
305 

His Glu Phe Leu 



His Ala Ala Ser 
340 



Asp Lys Asp Cys 
40 

Cys Ala Ser Asp 
55 

Ala Lys Cys Lys 
70 

Lys Asp Val Ser 
8 5 

Ala Arg Lys Glu 



Gly Thr Tyr Ser 
120 

Cys Val Thr Pro 
135 

Lys Thr Pro Arg 
150 

Glu Gly Thr Gly 
165 

Ser Asp Asp Ala 



Glu Glu Asp lie 
200 

Lys Ser Arg Gin 
215 

Gin Glu His Gin 
230 

Asn Val Val lie 
245 

Gin Cys His Pro 



Gly Arg Pro lie 
280 

Asp Asn Thr Ala 
2 95 

Gly Arg Gin Leu 
310 

Thr Ser Val Leu 
325 

Asp Pro Ser Ser 



Ser Leu Asp Cys 



Gly Arg Thr Phe 
60 

Asp Pro Gin Leu 
75 

Arg Cys Val Ala 
90 

Phe Gin Gin Val 
105 

Gin Val Gin Cys 



Asn Gly Arg Pro 
14 0 

Cys Pro Gly Ser 
155 

Lys Thr Val Ser 
170 

Ala Ala Pro Ala 
185 

Ala Ser Arg Tyr 



Asn Lys Thr Asn 
220 

Ser Ala Leu Glu 
235 

Pro Glu Cys Ala 
250 

Ser Thr Gly Tyr 
265 

Pro Gly Thr Ser 



Arg Ala His Pro 
300 

Gin Gly Cys Pro 
315 

Asp Ala Leu Ser 
330 

Ser Ser Gly Arg 
345 



Ala Gly Ser Pro 
45 

Leu Ser Arg Cys 



Glu lie Ala Tyr 
80 

Glu Arg Lys Tyr 
95 

Phe lie Pro Glu 
110 

His Ser Tyr Thr 
125 

lie Ser Gly Thr 



Val Asn Glu Lys 
160 

Leu Gin lie Phe 
175 

Leu Glu Thr Gin 
190 

Pro Thr Leu Trp 
205 

Lys Asn Ser Val 



Glu Ala Lys Gin 
240 

His Gly Gly Leu 
255 

Cys Trp Cys Val 
270 

Thr Arg Tyr Glu 
285 

Ala Lys Ala Arg 



Gly Ala Lys Lys 
320 

Thr Asp Met Val 
335 

Leu Ser Glu Pro 
350 



Asp Pro Ser His 
355 

Leu Leu Asp Lys 
370 

Pro Phe Lys Arg 
385 

Lys Lys Phe Val 



Val Gin Glu Leu 
420 

Ala Asp Thr Lys 
435 

Ser Asn Arg Gin 
450 



Thr Leu Glu Glu 
360 

Asn Ser Ser Gly 
375 

Phe Leu Arg Lys 
3 90 

Glu Tyr Cys Asp 
405 

Met Gly Cys Leu 



Lys Arg His Thr 
440 

Pro Arg Lys Gin 
455 



Arg Val Val His 



Asp lie Gly Lys 
380 

Lys Ser Lys Pro 
395 

Val Asn Asn Asp 
410 

Gly Val Ala Lys 
425 

Pro Arg Gly His 



Gly 



Trp Tyr Phe Lys 
365 

Lys Glu lie Lys 



Lys Lys Cys Val 
400 

Lys Ser lie Ser 
415 

Glu Asp Gly Lys 
430 

Ala Glu Ser Thr 
445 



<210> 5 
<211> 4469 
<212> DNA 
<213> human 

<220> 

<221> gene 

<222> (1) . . (4469) 

<223> nucleic acid sequence encoding human DG210 protein 
<400> 5 

cctgcagcct ccggagtcag tgccgcgcgc ccgccgcccc gcgccttcct gctcgccgca 60 
cctccgggag ccggggcgca cccagcccgc agcgccgcct ccccgcccgc gccgcctccg 120 
accgcaggcc gagggccgcc actggccggg gggaccgggc agcagcttgc ggccgcggag 180 
ccgggcaacg ctggggactg cgccttttgt ccccggaggt ccctggaagt ttgcggcagg 240 
acgcgcgcgg ggaggcggcg gaggcagccc cgacgtcgcg gagaacaggg cgcagagccg 300 
gcatgggcat cgggcgcagc gaggggggcc gccgcggggc cctgggcgtg ctgctggcgc 360 
tgggcgcggc gcttctggcc gtgggctcgg ccagcgagta cgactacgtg agcttccagt 420 
cggacatcgg cccgtaccag agcgggcgct tctacaccaa gccacctcag tgcgtggaca 4 80 
tccccgcgga cctgcggctg tgccacaacg tgggctacaa gaagatggtg ctgcccaacc 540 
tgctggagca cgagaccatg gcggaggtga agcagcaggc cagcagctgg gtgcccctgc 600 
tcaacaagaa ctgccacgcc gggacccagg tcttcctctg ctcgctcttc gcgcccgtct 660 
gcctggaccg gcccatctac ccgtgtcgct ggctctgcga ggccgtgcgc gactcgtgcg 720 
agccggtcat gcagttcttc ggcttctact ggcccgagat gcttaagtgt gacaagttcc 780 
cggaggggga cgtctgcatc gccatgacgc cgcccaatgc caccgaagcc tccaagcccc 84 0 
aaggcacaac ggtgtgtcct ccctgtgaca acgagttgaa atctgaggcc atcattgaac 900 
atctctgtgc cagcgagttt gcactgagga tgaaaataaa agaagtgaaa aaagaaaatg 960 
gcgacaagaa gattgtcccc aagaagaaga agcccctgaa gttggggccc atcaagaaga 1020 
aggacctgaa gaagcttgtg ctgtacctga agaatggggc tgactgtccc tgccaccagc 1080 
tggacaacct cagccaccac ttcctcatca tgggccgcaa ggtgaagagc cagtacttgc 1140 
tgacggccat ccacaagtgg gacaagaaaa acaaggagtt caaaaacttc atgaagaaaa 1200 
tgaaaaacca tgagtgcccc acctttcagt ccgtgtttaa gtgattctcc cgggggcagg 1260 
gtggggaggg agcctcgggt ggggtgggag cgggggggac agtgcccggg aacccgtggt 1320 
cacacacacg cactgccctg tcagtagtgg acattgtaat ccagtcggct tgttcttgca 1380 
gcattcccgc tccctttccc tccatagcca cgctccaaac cccagggtag ccatggccgg 14 40 
gtaaagcaag ggccatttag attaggaagg tttttaagat ccgcaatgtg gagcagcagc 1500 
cactgcacag gaggaggtga caaaccattt ccaacagcaa cacagccact aaaacacaaa 1560 



aagggggatt 
tgtggatcta 
cgttgttttc 
ccacacttac 
tccattatct 
agtctttccg 
cggttcctat 
cctgcctttg 
gctgagaagg 
tagaacagtc 
attctaatct 
tatttttcaa 
tctcctgatc 
ggaggcggat 
gccctagaac 
taaagaaaca 
cctgttcccc 
gggtggggtg 
ccaagtaccc 
gttcacttag 
gcatattaat 
ttatgattgt 
aagtggcccc 
tgaagactcc 
ataaattaac 
ctctgacctt 
attaaaaaat 
tgaaattcag 
caagagttca 
cctctctctg 
agaatacgga 
gaagcaacag 
tttaccaccg 
gttttagacc 
gctctctgta 
aacaaaacca 
ctgtgatttg 
tacaataatc 
gaagaatatt 
tatttttaaa 
ctccccaggg 
atcccatttc 
tgtcataact 
agcctgcagg 
ggatgaaatt 
ctcttacaaa 
tttttaactg 
tacgtgttca 
tcactcaatt 



gggcggaaag 
ttggctgatc 
aggtccagag 
aattaaggtc 
aatagtgaca 
tgtgattgtc 
gagcccgggg 
tgtcagaaaa 
cagtagtttt 
cagcaaattg 
catgtttttt 
ggttttaaaa 
cgtccgaggc 
ttccctggta 
ctaacacccc 
tttcctttga 
cgcacttttt 
tccccatcca 
tgagatactt 
acaactttac 
ttcttccccc 
ccctctgggc 
ctgcggccct 
agtatgaaaa 
ctctcacagt 
tcatcgtaaa 
gtgtatatat 
agcaagttcc 
gtgctcatac 
cggcagagtc 
agagcaggtg 
cttcagaaag 
tctgtctcag 
catagcagct 
ggcacagagc 
atgtgcagac 
cctgtgattt 
attctggata 
tgtagttatc 
atatcctgtg 
tagaattcaa 
ccaaacctaa 
tcatagatgc 
gaataacata 
cccgtttcct 
agctttgaat 
cattttacca 
ttttattttc 
aatcaatgaa 



tgagagccag 
tatgcctttc 
tagtttcttt 
aagcccagaa 
gcaaagggac 
tttgaatctg 
catgatctga 
aggaaaccac 
caaaacacat 
ctagtcaggg 
ccttttcaca 
cagtctacat 
tgcttcccag 
gtgtagctgt 
ctagcaaaac 
acttgattgc 
acatatattt 
gcgagagagt 
cccaaagccc 
ccttcttgtc 
aaagccggat 
caatgcttat 
agcctgaccc 
tcagcatgcc 
tagtgatcct 
gtgctgggga 
attagctaat 
tgagtgcgtg 
gtatctgctc 
cttagtggag 
actgtgctgt 
agctcaaaat 
agtcccagga 
ttgtctctgt 
tgcactatca 
tgattggcct 
cctaattatc 
gagtcctggg 
ttagaagata 
taacacttgg 
tcagagctcc 
aatctgtttt 
aggaggctca 
ctggccgttc 
ctagtttctt 
actgtgaaaa 
gatgttttga 
atgctttttc 
aaaaaaaaa 



cagcaaaaac 
aactagaaaa 
ctgtctgctt 
agtgataagt 
caggggagag 
aatcagccag 
tccccaagac 
agtgagcctg 
agttaaaaaa 
tgaattgtga 
tttttaaaag 
tgagcatttg 
aggagcagct 
gtggctttcc 
tcacagagct 
ctatggatca 
gtttcatttc 
ttcaaaagca 
ttatgtttaa 
caatgtacag 
tcttaattct 
acccagtgag 
ggagaaagga 
cgcctagtta 
gtccttttaa 
ccttaagtga 
tagaaatatt 
gatctgggtc 
attttgacaa 
gggtttacct 
gcagctctct 
aaattggaaa 
ccttgagtgt 
cacatcagca 
cgagcctttg 
ggtcattggt 
gctagggcca 
aggtccttgg 
gcatgggagg 
ctcttggtac 
agtttgcatt 
tctcatcaga 
ggtgatctgt 
tgacctgttg 
cctgtagtac 
tgttttacat 
tgttatcgct 
agccatgtat 



tacattttgc 
ttctaatgat 
taaatggaaa 
gcagggagga 
gcattgcctt 
tctcagatgc 
atgtggaggg 
agagagacgg 
gaaacaaatg 
aattgggtga 
aacaatgaca 
aaaggtgtgc 
ctccccaggc 
ttcctgaaga 
ttccgttttt 
aagaaattca 
tgcagatgga 
aaacatctct 
tcagcgatgt 
gaagtagttc 
ctgcaacact 
gatgctgcag 
tggtagattc 
cctaccggag 
cacctttttt 
tttgcctgta 
ctacttctct 
ttagttctgg 
agtgcctcat 
ggaacataag 
aaatgggaat 
tgtgaatcgc 
cattagttac 
atttcagaac 
tttttctcca 
ctccgagaga 
aggtgggatt 
cagaactcag 
tgaggattcc 
ctgtgggtta 
tggatgtgta 
ctctgagtaa 
ttgaggagag 
ccagcagata 
tcctctttta 
tccatttcat 
tatgttaata 
caatattcac 



aacttgttgg 
tggcaagtca 
cagactcata 
aaagtgcaag 
ctctgcccac 
cccaaagttt 
gcagcctgtg 
cgattttcgg 
aaaaaaattt 
agagcttagg 
aacacccact 
tagaacaagg 
atttgccaag 
gtccgtggtt 
ttctttcctg 
gaacagcctg 
aagttgacat 
gcagtttttc 
atataagcca 
taaaaaaaat 
ttgaggacat 
tgaggctgta 
tgttaactct 
agttatcctg 
gtggggttct 
attttggatg 
gttgtcaaac 
ttgattcact 
gcaaccgggc 
tagttaccac 
tctcaggtag 
agctgtgggt 
tttattgaag 
caaaagggag 
caaagtatct 
ggaggtttgc 
tgtaaagctt 
ttaaatcttt 
aaaaacattt 
gcatcaagtt 
aattacagta 
ctggttgctg 
caccctaggc 
cacaggacat 
gatcctaagt 
ttgtgttgtt 
gtaattcccg 
ttgactaaaa 



1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4469 



<210> 6 
<211> 313 
<212> PRT 
<213> human 

<220> 

<223> amino acid sequence of human DG210 protein 
<400> 6 

Met Gly lie Gly Arg Ser Glu Gly Gly Arg Arg Gly Ala Leu Gly Val 



1 



5 



10 



15 



Leu Leu Ala Leu Gly Ala Ala Leu Leu Ala Val Gly Ser Ala Ser Glu 
20 25 30 

Tyr Asp Tyr Val Ser Phe Gin Ser Asp lie Gly Pro Tyr Gin Ser Gly 
35 40 45 

Arg Phe Tyr Thr Lys Pro Pro Gin Cys Val Asp lie Pro Ala Asp Leu 
50 55 60 

Arg Leu Cys His Asn Val Gly Tyr Lys Lys Met Val Leu Pro Asn Leu 
65 70 75 80 

Leu Glu His Glu Thr Met Ala Glu Val Lys Gin Gin Ala Ser Ser Trp 
85 90 95 

Val Pro Leu Leu Asn Lys Asn Cys His Ala Gly Thr Gin Val Phe Leu 
100 105 110 

Cys Ser Leu Phe Ala Pro Val Cys Leu Asp Arg Pro lie Tyr Pro Cys 
115 120 125 

Arg ,Trp Leu Cys Glu Ala Val Arg Asp Ser Cys Glu Pro Val Met Gin 
130 135 140 

Phe Phe Gly Phe Tyr Trp Pro Glu Met Leu Lys Cys Asp Lys Phe Pro 
145 150 155 160 

Glu Gly Asp Val Cys lie Ala Met Thr Pro Pro Asn Ala Thr Glu Ala 
165 170 175 

Ser Lys Pro Gin Gly Thr Thr Val Cys Pro Pro Cys Asp Asn Glu Leu 
180 ~ 185 190 

Lys Ser Glu Ala lie lie Glu His Leu Cys Ala Ser Glu Phe Ala Leu 
195 200 205 

Arg Met Lys lie Lys Glu Val Lys Lys Glu Asn Gly Asp Lys Lys lie 
210 215 220 

Val Pro Lys Lys Lys Lys Pro Leu Lys Leu Gly Pro lie Lys Lys Lys 
225 230 235 240 

Asp Leu Lys Lys Leu Val Leu Tyr Leu Lys Asn Gly Ala Asp Cys Pro 
245 250 ~ 255 

Cys His Gin Leu Asp Asn Leu Ser His His Phe Leu lie Met Gly Arg 
260 265 270 

Lys Val Lys Ser Gin Tyr Leu Leu Thr Ala lie His Lys Trp Asp Lys 
275 280 285 

Lys Asn Lys Glu Phe Lys Asn Phe Met Lys Lys Met Lys Asn His Glu 
2 90 2 95 300 



Cys Pro Thr Phe Gin Ser Val Phe Lys 
305 310 



<T210> 7 
<211> 2178 
<212> DNA 
<213> human 



<220> 

<221> gene 

<222> (1) . . (2178) 

<223> nucleic acid sequence encoding human DG239 protein 



<400> 7 

gtagtctgag 

ccatgtggac 

gcccagatgg 

gctgctgccg 

cctgccaggt 

cttccagttg 

cacggggctt 

ccgtgggtgc 

gtgttatggt 

acagggtgca 

cacccacggg 

tggccttgtc 

cctgctgtga 

gctccgatca 

gcctctccaa 

gggatgtgaa 

agtcgggggc 

actgctgtcc 

accaggtgcc 

tgaagagaga 

aactcacgtc 

accagcactg 

gcgagatcgt 

gagacatcgg 

tgggtgggag 

actgctgccc 

tctctgccca 

agtgtgggga 

gctgggcctg 

ctgctggctt 

gggacgcccc 

ctctgcagcc 

ccccctaacc 

gcctcaatct 

gccatcccct 

tgtttgtgtg 

aaaaaaaaaa 



cgctacccgg 
cctggtgagc 
tcagttctgc 
tccccttctg 
tgatgcccac 
ctgccccttc 
ccactgcagt 
catccagtgc 
cgatggctcc 
ctgctgtccg 
cacccacccc 
cagctcggtc 
gctgcccagt 
cctgcactgc 
ggagaacgct 
atgtgacatg 
ctggggctgc 
cgcggggttt 
ctggatggag 
tgtcccctgt 
tggggagtgg 
ctgcccccag 
ggctggactg 
ctgtgaccag 
ctgggcctgc 
ggctggctac 
gcctgccacc 
aggacacttc 
ctgtccctac 
ccgctgcgca 
tttgagggac 
ctcgggaccc 
aaattctccc 
aaggccttcc 
ccccgtttca 
tgtgcgcgtg 
aaaaaaaa 



ttgctgctgc 
tgggtggcct 
cctgtggcct 
gacaaatggc 
tgctctgccg 
ccagaggccg 
gcagacgggc 
cctgatagtc 
tgggggtgct 
cacggtgcct 
ctggcaaaga 
atgtgtccgg 
gggaagtatg 
tgcccccaag 
accacggacc 
gaggtgagct 
tgccctttta 
acgtgtgaca 
aaggccccag 
gataatgtca 
ggctgctgtc 
ggctacacgt 
gagaagatgc 
cacaccagct 
tgccagttgc 
acctgcaacg 
ttcctggccc 
tgccatgata 
cgccagggcg 
gccaggggta 
ccagccttga 
cactcggagg 
tggaccccat 
ctgtcagaag 
gtggaccctg 
tgcgtttcaa 



ccaaggaccg 
taacagcagg 
gctgcctgga 
ccacaacact 
gccactcctg 
tggcatgcgg 
gatcctgctt 
agttcgaatg 
gccccatgcc 
tctgcgacct 
agctccctgc 
acgcacggtc 
gctgctgccc 
acactgtgtg 
tcctcactaa 
gcccagatgg 
cccaggctgt 
cgcagaaggg 
ctcacctcag 
gcagctgtcc 
caatcccaga 
gtgtagctga 
ctgcccgccg 
gcccggtggg 
cccatgctgt 
tgaaggctcg 
gtagccctca 
accagacctg 
tctgttgtgc 
ccaagtgttt 
gacagctgct 
gtgccctctg 
tctgagctcc 
ggggttgtgg 
tggccaggtg 
taaagtttgt 



cggagtcgga 
gctggtggct 
ccccggagga 
gagcaggcat 
catctttacc 
ggatggccat 
ccaaagatca 
cccggacttc 
ccaggcttcc 
ggttcacacc 
ccagaggact 
ccggtgccct 
aatgcccaac 
tgacctgatc 
gctgcctgcg 
ctatacctgc 
gtgctgtgag 
tacctgtgaa 
cctgccagac 
ctcctccgat 
ggctgtctgc 
ggggcagtgt 
ggcttcctta 
gcagacctgc 
gtgctgcgag 
atcctgcgag 
cgtgggtgtg 
ctgccgagac 
tgatcggcgc 
gcgcagggag 
gtgagggaca 
ctcaggcctc 
ccatcaccat 
caaaagccac 
cttttcccta 
acactttcaa 



cgcaggcaga 
ggaacgcggt 
gccagctaca 
ctgggtggcc 
gtctcaggga 
cactgctgcc 
ggtaacaact 
tccacgtgct 
tgctgtgaag 
cgctgcatca 
aacagggcag 
gatggttcta 
gccacctgct 
cagagtaagt 
cacacagtgg 
tgccgtctac 
gaccacatac 
caggggcccc 
ccacaagcct 
acctgctgcc 
tgctcggacc 
cagcgaggaa 
tcccacccca 
tgcccgagcc 
gatcgccagc 
aaggaagtgg 
aaggacgtgg 
aaccgacagg 
cactgctgtc 
gccccgcgct 
gtactgaaga 
cctagcacct 
gggaggtggg 
attacaagct 
tccacagggg 
aaaaaaaaaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2178 



<210> 8 
<211> 593 
<212> PRT 
<213> human 

<220> 

<223> amino acid sequence of human DG239 protein 
<400> 8 

Met Trp Thr Leu Val Ser Trp Val Ala Leu Thr Ala Gly Leu Val Ala 
1 5 10 15 



Gly Thr Arg Cys Pro Asp Gly Gin Phe Cys Pro Val Ala Cys Cys Leu 
20 25 30 

Asp Pro Gly Gly Ala Ser Tyr Ser Cys Cys Arg Pro Leu Leu Asp Lys 
35 40 45 

Trp Pro Thr Thr Leu Ser Arg His Leu Gly Gly Pro Cys Gin Val Asp 
50 55 60 

Ala His Cys Ser Ala Gly His Ser Cys lie Phe Thr Val Ser Gly Thr 
65 70 75 80 

Ser Ser Cys Cys Pro Phe Pro Glu Ala Val Ala Cys Gly Asp Gly His 
85 90 95 

His Cys Cys Pro Arg Gly Phe His Cys Ser Ala Asp Gly Arg Ser Cys 
100 " 105 110 

Phe Gin Arg Ser Gly Asn Asn Ser Val Gly Ala lie Gin Cys Pro Asp 
115 120 125 

Ser Gin Phe Glu Cys Pro Asp Phe Ser Thr Cys Cys Val Met Val Asp 
130 135 140 

Gly Ser Trp Gly Cys Cys Pro Met Pro Gin Ala Ser Cys Cys Glu Asp 
145 150 155 160 

Arg Val His Cys Cys Pro His Gly Ala Phe Cys Asp Leu Val His Thr 
165 170 175 

Arg Cys lie Thr Pro Thr Gly Thr His Pro Leu Ala Lys Lys Leu Pro 
180 185 190 

Ala Gin Arg Thr Asn Arg Ala Val Ala Leu Ser Ser Ser Val Met Cys 
195 200 205 

Pro Asp Ala Arg Ser Arg Cys Pro Asp Gly Ser Thr Cys Cys Glu Leu 
210 215 220 

Pro Ser Gly Lys Tyr Gly Cys Cys Pro Met Pro Asn Ala Thr Cys Cys 
225 230 235 240 

Ser Asp His Leu His Cys Cys Pro Gin Asp Thr Val Cys Asp Leu lie 
245 250 . 255 

Gin Ser Lys Cys Leu Ser Lys Glu Asn Ala Thr Thr Asp Leu Leu Thr 
260 265 270 

Lys Leu Pro Ala His Thr Val Gly Asp Val Lys Cys Asp Met Glu Val 
275 280 285 

Ser Cys Pro Asp Gly Tyr Thr Cys Cys Arg Leu Gin Ser Gly Ala Trp 
290 295 300 

Gly Cys Cys Pro Phe Thr Gin Ala Val Cys Cys Glu Asp His lie His 
305 310 315 320 

Cys Cys Pro Ala Gly Phe Thr Cys Asp Thr Gin Lys Gly Thr Cys Glu 
325 330 335 



Gin Gly Pro His Gin Val Pro Trp Met Glu Lys Ala Pro Ala His Leu 
340 345 350 



Ser Leu Pro Asp Pro Gin Ala Leu Lys Arg Asp Val Pro Cys Asp Asn 
355 360 365 

Val Ser Ser Cys Pro Ser Ser Asp Thr Cys Cys Gin Leu Thr Ser Gly 
370 375 380 

Glu Trp Gly Cys Cys Pro lie Pro Glu Ala Val Cys Cys Ser Asp His 
385 390 395 400 

Gin His Cys Cys Pro Gin Gly Tyr Thr Cys Val Ala Glu Gly Gin Cys 
405 410 415 

Gin Arg Gly Ser Glu lie Val Ala Gly Leu Glu Lys Met Pro Ala Arg 
420 425 430 

Arg Ala Ser Leu Ser His Pro Arg Asp lie Gly Cys Asp Gin His Thr 
435 440 445 

Ser Cys Pro Val Gly Gin Thr Cys Cys Pro Ser Leu Gly Gly Ser Trp 
450 455 460 

Ala Cys Cys Gin Leu Pro His Ala Val Cys Cys Glu Asp Arg Gin His 
465 470 475 480 

Cys Cys Pro Ala Gly Tyr Thr Cys Asn Val Lys Ala Arg Ser Cys Glu 
485 490 495 

Lys Glu Val Val Ser Ala Gin Pro Ala Thr Phe Leu Ala Arg Ser Pro 
500 505 510 

His Val Gly Val Lys Asp Val Glu Cys Gly Glu Gly His Phe Cys His 
515 520 525 

Asp Asn Gin Thr Cys Cys Arg Asp Asn Arg Gin Gly Trp Ala Cys Cys 
530 535 540 

Pro Tyr Arg Gin Gly Val Cys Cys Ala Asp Arg Arg His Cys Cys Pro 
54 5 ~ 550 555 560 

Ala Gly Phe Arg Cys Ala Ala Arg Gly Thr Lys Cys Leu Arg Arg Glu 
565 570 575 

Ala Pro Arg Trp Asp Ala Pro Leu Arg Asp Pro Ala Leu Arg Gin Leu 
580 * 585 590 



Leu 



<210> 9 
<211> 16 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 5 '-3 



<220> 

<223> mouse DG008 forward primer 
<400> 9 

cccggagaac ggcgat 

<210> 10 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer '5^ 
<220> 

<223> mouse DG008 reverse primer 
<400> 10 

gtttgcgcgt tggttagga 



<210> 11 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: probe 
<220> 

<223> mouse DG008 Taqman probe 
<400> 11 

cgcgaccgtg tccacttcct atgtg 

<210> 12 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer X 5 V 
<220> 

<223> mouse DG065 forward primer 
<400> 12 

ggatactgct ggtgtgtgct agtg 

<210> 13 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer ^5 



<220> 



<223> mouse DG065 reverse primer 
<400> 13 

ggttgctcat accttgtgga gg 22 



<210> 14 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: probe 
<220> 

<223> mouse DG065 Taqman probe 
<400> 14 

acactggacg gcccattcct gg 22 



<210> 15 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer s 5-3 
<220> 

<223> mouse DG210 forward primer 
<400> 15 

cgagccggtc atgcagtt 18 



<210> 16 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer N 5 K -3 
<220> 

<223> mouse DG210 reverse primer 
<400> 16 

gatgcagacg tcgccctc 18 



<210> 17 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: probe 
<220> 

<223> mouse DG210 Taqman probe 



<400> 17 

actggcccga gatgctcaaa tgtgac 



26 



<210> 18 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 5 s -3 
<220> 

<223> mouse DG239 forward primer 
<400> 18 

ttcacacacg atgcgtttca c 21 



<210> 19 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer x 5'-3 
<220> 

<223> mouse DG239 reverse primer 
<400> 19 

cctgttggtc ttttgtgcag g 21 



<210> 20 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: probe 
<220> 

<223> mouse DG239 Taqman probe 



<400> 20 

acgggcaccc acaccctact aaagaagtt 



29 



